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GenCore version 5.1.6 
Copyright (c) 1993 - 2005 Compugen Ltd. 



0M protein - protein search, using sw model 
Run on: 



Title: 
Perfect score: 1574 



January 25, 2005, 11:36:37 ; Search time 157 Seconds 

(without alignments) 
706.034 Million cell updates/sec 

US-09-827-271-392 



Sequence 



1 HASAHASGRQRQLHSASTQI SSFFAISWALLPLSPYLMLK 3 09 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 2002273 seqs, 358729299 residues 

Total number of hits satisfying chosen parameters 



2002273 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database : A_Geneseq_23Sep04 : * 

1: geneseqpl980s : * 

2: geneseqpl990s : * 

3: geneseqp2000s : * 

4: geneseqp2001s : * 

5: geneseqp2002s : * 

6 : geneseqp2003as : * 

7 : geneseqp2003bs : * 

8: geneseqp2004s : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 
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GenCore version 5.1.6 
Copyright (c) 1993 - 2005 Compugen Ltd. 



OM protein - nucleic search, using f rame_plus_jp2n model 



Run on: 



January 27, 2005, 13:05:30 



; Search time 4800 Seconds 

(without alignments) 

3044.274 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 



US-09-827-271-392 
1574 

1 HAS AHASGRQRQLHS ASTQ I 



SSFFAISWALLPLSPYLMLK 3 09 



Scoring table: 



BLOSUM62 



Xgapop 10.0 
Ygapop 10.0 
Fgapop 6 . 0 
Delop 6.0 



Xgapext 
Ygapext 
Fgapext 
Delext 



0.5 
0.5 
7.0 
7.0 



Searched: 



4526729 seqs, 23644849745 residues 



Total number of hits satisfying chosen parameters: 



9053458 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Command line parameters: 

- MODEL= f rame +_p2 n . mode 1 - DEV=xlh 

Q=/cgn2_l/USPTO_spool_h/US0 982 72 71/runat_25012 005_101614__103 00/app_query. fasta_l 
.455 

-DB=GenEmbl -QFMT=fastap -SUFFIX=rge -MINMATCH=0 . 1 -LOOPCL=0 -LOOPEXT=0 
-UNITS=bits -START=1 -END=-1 -MATRIX=blosum62 - TRANS =human4 0 . cdi -LIST=45 
-DOCALIGN=200 -THR_SCORE=pct -THR_MAX=100 -THR_MIN=0 -ALIGN=15 -MODE=LOCAL 
-OUTFMT=pto -NORM=ext -HEAPSIZE=500 -MINLEN=0 -MAXLEN=2 00000 00 00 
- USER=US 0982727 1_@CGN_1_1_3 7 3 l_@runa t_2 5012 00 5_1 0 1 6 14_1 0 3 0 0 -NCPU= 6-1 CPU =3 
-NO_MMAP -LARGEQUERY -NEG_SCORES=0 -WAIT -DSPBLOCK=10 0 -LONGLOG 

-DEV_TIMEOUT=12 0 -WARN_TIMEOUT=3 0 - THREADS =1 -XGAPOP=10 -XGAPEXT=0.5 -FGAPOP=6 
-FGAPEXT =7 -YGAPOP=10 - YGAPEXT =0 . 5 -DEL0P=6 -DELEXT=7 

Database : GenEmbl : * 



1: 
2 : 
3: 

4 : 

5 : 

6 : 

7 : 
8: 
9: 
10 



gb_ba : * 
gb_htg : * 
gb_in : * 
gb_om : * 
gb_ov : * 
gb_pat : * 
gb_ph : * 
gb_ pi : * 
gb_pr : * 
gb_ro : * 



11: gb_sts:* 
12: gb_sy:* 
13: gb_un:* 
14 : gb_vi : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 
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Result Query 

No. Score Match Length DB ID Description 
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44 535.5 34.0 199673 

45 512 32.5 1463 



10 AL669872 
5 BC044000 



AL669872 Mouse DNA 
BC044000 Xenopus 1 



GenCore version 5.1.6 
Copyright (c) 1993 - 2005 Compugen Ltd. 



OM protein - nucleic search, using f rame_plus_p2n model 

Run on: January 27, 2005, 12:58:11 ; Search time 552 Seconds 

(without alignments) 
2938.535 Million cell updates/sec 

Title : US-09-827 -271-3 92 

Perfect score: 1574 

Sequence: 1 HASAHASGRQRQLHSASTQI SSFFAISWALLPLSPYLMLK 309 



Scoring table 



BLOSUM62 
Xgapop 10 
Ygapop 10 
Fgapop 6 
Delop 6 



Xgapext 
Ygapext 
Fgapext 
Delext 



0.5 
0.5 
7.0 
7.0 



Searched 



4134886 seqs, 2624710521 residues 



Total number of hits satisfying chosen parameters: 8269772 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Command line parameters: 

- MODEL= f r ame + _p 2 n . mode 1 - DE V=x 1 h 

Q=/cgn2_l/USPTO_spool_h/US09827271/runat_2 5012005_101614_102 91/app_query.fasta_l 
.455 

-DB=N_Geneseq_23Sep04 -QFMT=fastap -SUFFIX=rng -MINMATCH=0 . 1 -LOOPCL=0 
-LOOPEXT=0 -UNITS=bits -START=1 -END=-1 -MATRIX=blosum62 - TRANS =human4 0 . cdi 
-LIST=45 -DOCALIGN=200 -THR_SCORE=pct -THR_MAX=100 -THR_MIN=0 -ALIGN=15 
- MODE = LOCAL -0UTFMT=ptO -NORM=ext -HEAPSIZE=500 -MINLEN=0 -MAXLEN=2 000000000 
-USER=US0982 7271_@CGN_l_l_4 70_@runat_25012 005_101614_102 91 -NCPU=6 -ICPU=3 
-NO_MMAP -LARGEQUERY -NEG_SCORES=0 -WAIT -DSPBLOCK=100 -LONGLOG 

-DEV_TIMEOUT=12 0 -WARN_TIMEOUT=3 0 -THREADS =1 -XGAPOP=10 -XGAPEXT=0 . 5 -FGAPOP=6 
-FGAPEXT =7 -YGAPOP=10 -YGAPEXT=0 . 5 -DELOP=6 -DELEXT=7 



Database : N_Geneseq_2 3Sep04 : * 

1 : geneseqnl980s : * 

2 : geneseqnl990s : * 

3 : geneseqn2000s : * 

4 : geneseqn2001as : * 

5 : geneseqn2001bs : * 

6 : geneseqn2002as : * 

7 : geneseqn2002bs : * 

8 : geneseqn2003as : * 

9 : geneseqn2003bs : * 
10 : geneseqn2003cs : * 



11 : 

12 : 



geneseqn2003ds : * 
geneseqn2004s : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 
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Result Query 

No. Score Match Length DB ID Description 
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Aaa7 0077 Human ova 
Aah55681 Human ova 
Abn72971 Ovarian c 
Ada08544 Human ova 
Adf08 8 87 cDNA enco 
Adg46174 Human ova 
Adn40452 Human bre 
Abl56580 Nucleotid 
Adl45372 Human ova 
Aaz65059 Membrane - 
Aas46033 Human DNA 
Aaf92 0 87 Human PRO 
Aaf44205 Human PRO 
Abkll744 DNA encod 
Abs744 07 Human cDN 
Abkll091 cDNA enco 
Aca89483 cDNA enco 
Aca734 93 Human sec 
Aca05808 Human sec 
Aca66642 cDNA enco 
Aca643 52 Novel hum 
Aca91193 Novel hum 
Acd8157 0 Human cDN 
Acf20217 Human sec 
Acfl9603 Human sec 
Acd218 91 Human sec 
Acfl3056 Human sec 
Acd25159 Human sec 
Acf00208 Human sec 
Aca603 92 Novel hum 
Aca722 65 Novel hum 
Acd04789 Novel hum 
Acdl82 50 Human sec 
Acd0 82 57 Human sec 
Aca88691 Novel hum 
Aca70133 Human sec 
Acdl2355 Novel hum 
Acc74270 Human sec 
Acdl5898 Human sec 
Acd2 54 66 Novel hum 
Acdl7943 Human sec 
Acc88230 Human sec 
Acd215 84 Human sec 
Acdl8651 Human sec 
Aca5883 9 cDNA enco 



GenCore version 5.1.6 
Copyright (c) 1993 - 2005 Compugen Ltd. 



OM protein - protein search, using sw model 
Run on: 



Title: 

Perfect score 
Sequence : 

Scoring table 



January 25, 2005, 11:45:57 ; Search time 41 Seconds 

(without alignments) 
725.146 Million cell updates/sec 

US-09-827-271-392 
1574 

1 HASAHASGRQRQLHSASTQI S S FFAI S WALLPLS PYLMLK 309 

BLOSUM62 

Gapop 10.0 , Gapext 0.5 



Searched: 283416 seqs, 96216763 residues 

Total number of hits satisfying chosen parameters 



283416 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database : PIRJ79:* 

1: pirl:* 
2: pir2:* 
3: pir3:* 
4: pir4:* 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 
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GenCore version 5.1.6 
Copyright (c) 1993 - 2005 Compugen Ltd. 



OM protein - nucleic search, using f rame_plus_p2n model 



Run on: 



January 27, 2005, 18:42:38 



/ Search time 3530 Seconds 

(without alignments) 

3189.767 Million cell updates/sec 



Title: 

Perfect score : 
Sequence : 



US-09-827-271-392 
1574 

1 HAS AHAS GRQRQLHS AS TQ I 



SSFFAISWALLPLSPYLMLK 3 09 



Scoring table : 



BLOSUM62 



Xgapop 10.0 
Ygapop 10.0 
Fgapop 6 . 0 
Delop 6.0 



Xgapext 
Ygapext 
Fgapext 
Delext 



0.5 
0.5 
7.0 
7.0 



Searched: 



32822875 seqs, 18219865908 residues 



Total number of hits satisfying chosen parameters: 



65645750 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Command line parameters: 
-MODEL=f rame+_p2n. model -DEV=xlh 

Q=/cgn2_l/USPTO_spool_h/US0982 7271/runat_25 012 005_101615_10326/app_query.fasta_l 
.455 

-DB=EST -QFMT=fastap -SUFFIX=rst -MINMATCH=0 . 1 -LOOPCL=0 -LOOPEXT=0 
-UNITS=bits -START=1 -END=-1 -MATRIX=blosum62 - TRANS =human4 0 . cdi -LIST=45 
-DOCALIGN=200 -THR_SCORE=pct -THR_MAX=100 -THR_MIN=0 -ALIGN=15 - MODE = LOCAL 
-OUTFMT=ptO -NORM=ext -HEAPSIZE=500 -MINLEN=0 -MAXLEN=2000000000 
- US ER=US 0982727 1_@CGN_1_1_3 4 3 7_@runa t_2 5 0 1 2 0 0 5_1 0 1 6 1 5_1 0 3 2 6 -NC PU= 6 - 1 CPU= 3 
-NOJW4AP -LARGEQUERY -NEG_SCORES=0 -WAIT -DSPBLOCK=100 -LONGLOG 

-DEVJTIMEOUT=12 0 - WARN_T I MEOUT =30 - THREADS =1 -XGAPOP=10 -XGAPEXT=0.5 -FGAPOP=6 
-FGAPEXT =7 -YGAPOP=10 -YGAPEXT=0.5 -DEL0P=6 -DELEXT=7 

Database : EST:* 



1 

2 
3 
4 
5 
6 
7 
8 
9 



gb_estl : * 
gb_est2 : * 
gb_htc : * 
gb_est3 : * 
gb_est4 : * 
gb_est5 : * 
gb_est6 : * 
gb_gssl : * 
gb_gss2 : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 
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1 


AL676863 


AL676863 


AL676863 


41 


358 


22 


.7 


341 


5 


BY117106 


BY117106 


BY117106 


42 


357 


22 


.7 


1206 


3 


CR728324 


CR728324 


Tetraodon 


43 


354 


22 


.5 


339 


5 


BY120008 


BY120008 


BY120008 


44 


346 


22 


.0 


330 


5 


BY120640 


BY120640 


BY120640 


45 


346 


22 


.0 


331 


5 


BY119734 


BY119734 


BY119734 



GenCore version 5.1.6 
Copyright (c) 1993 - 2005 Compugen Ltd. 



OM protein - protein search, using sw model 
Run on: 



Title: 

Perfect score 
Sequence : 



January 25, 2005, 11:37:22 ; Search time 193 Seconds 

(without alignments) 
921.196 Million cell updates/sec 

US-09-827-271-392 
1574 

1 HASAHASGRQRQLHSASTQI SSFFAISWALLPLSPYLMLK 309 



Scoring table: BL0SUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 1825181 seqs, 575374646 residues 

Total number of hits satisfying chosen parameters 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



1825181 



Database : 



UniProt_02 :* 
1 : uniprot_sprot : * 
2 : uniprot_trembl : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 



Result 
No. 


Score 


Query 

Match Length DB 


ID 


Description 


1 


1431 


90. 9 


282 


2 


Q7Z7D3 


Q7z7d3 homo sapien 


2 


1431 


90.9 


282 


2 


AAQ88718 


Aaq88718 homo sapi 


3 


1431 


90.9 


282 


2 


AAQ24206 


Aaq24206 homo sapi 


4 


1425 


90.5 


282 


2 


Q9H6B2 


Q9h6b2 homo sapien 


5 


1261.5 


80. 1 


283 


2 


Q7TPH5 


Q7tph5 mus musculu 


6 


1257.5 


79. 9 


283 


2 


Q7TSP5 


Q7tsp5 mus musculu 


7 


1257.5 


79. 9 


283 


2 


AAQ24205 


Aaq242 05 mus muscu 


8 


1253 .5 


79. 6 


283 


2 


Q8K091 


Q8k091 mus musculu 


9 


958 


60. 9 


187 


2 


Q6P097 


Q6p097 homo sapien 


10 


958 


60. 9 


187 


2 


AAH65717 


Aah65717 homo sapi 


11 


512 


32.5 


285 


2 


Q7ZY30 


Q7zy30 xenopus lae 


12 


448 


28.5 


275 


2 


Q8AW1 


Q8awl xenopus lae 


13 


255.5 


16.2 


305 


2 


Q6DJ75 


Q6dj75 xenopus tro 


14 


247 


15.7 


316 


2 


Q9BXR1 


Q9bxrl homo sapien 


15 


246 


15.6 


388 


2 


Q8NC34 


Q8nc34 homo sapien 



16 


246 


15 

X —f 


. 6 


493 


2 


Q6P5Y4 


Ofin R v4 homo qani pn 


17 


246 

t> " VJ 


15 


6 
. \j 


493 


2 


AAH62581 


Aah62Rftl hnrrin can-l 


18 


246 


15 


. 6 


533 


2 


08NCB6 


08ncb6 homo ^ani pn 


19 


246 


15 


. 6 


534 


2 


08NBI8 


08nbi8 homo saoien 


20 


241 


15 


3 


316 


2 


06UXI2 


06uxi2 homo sanipn 


21 


241 


15 


. 3 


316 


2 


AAQ88709 


Aaq8 870 9 homo sapi 


22 


235 


14 


. 9 


316 


2 


08VE98 


08ve98 mus musculu 


23 


235 


14 


. 9 


316 


2 


AAH56608 


Aah5 66 08 mus muscu 


24 


232 


14 


, 7 


316 


2 


Q7TPB4 


07t"nb4 ra t~ t~ u nor*v 


25 


225 . 5 


14 


. 3 


466 


2 


06UXE8 


06uxe8 homo sanien 


26 


225 5 


14 


3 


466 


2 


AA08 8751 


Aacr8 8 751 homo sani 


27 


225 


14 


. 3 


220 


2 


09NW06 


09nwa6 homo saDien 


28 


225 


14 


3 


414 


2 


Q9UM44 


09um44 homo saDien 


2 9 


223 


14 


2 


495 


2 


09HCY1 


09hpv1 homo ciaT)i pn 


3 0 


223 


14 


2 


513 

•J X «J 


2 


O004 81 


O00481 homo sanipn 


— / X 


222 5 

^ X X • _J 


14 

X 


t i 


347 


2 
x 


09H73 0 


OQh730 homo cjairi 


32 


111 5 


14 


1 

. X 


500 


2 


06UX41 


06ux4"l homo sani pn 


33 


222 5 


14 


1 


500 

—f w w 


2 


AA08 88 87 


Aao*8fifiR7 homo qani 


34 


220 


14 


. 0 


280 


2 


073716 


073716 arus americ 


35 


219.5 


13 


. 9 


286 


2 


04653 5 


046535 bos taurus 


36 


215 . 5 


13 


. 7 


304 


2 


09BE26 


09be2 6 macaca f asc 


37 


215 5 


13 


. 7 


526 


1 


BUTY BOVIN 


PI 8 8 92 bos taurus 


38 


215 . 5 


13 


. 7 


731 


2 


P78409 


P784 09 homo saDien 


39 


213 . 5 


13 


. 6 


584 


2 


000478 


000478 homo sapien 


40 


211.5 


13 


.4 


526 


1 


BUTY_HUMAN 


Q13410 homo sapien 


41 


209.5 


13 


.3 


526 


2 


Q9H458 


Q9h458 homo sapien 


42 


208.5 


13 


.2 


334 


2 


Q9NR44 


Q9nr44 homo sapien 


43 


207.5 


13 


.2 


319. 


2 


000477 


000477 homo sapien 


44 


207.5 


13 


.2 


332 


2 


Q9BU81 


Q9bu81 homo sapien 


45 


207 .5 


13 


.2 


332 


2 


AAH02832 


Aah02832 homo sapi 



GenCore version 5.1.6 
Copyright (c) 1993 - 2005 Compugen Ltd. 



OM protein - protein search, using sw model 
Run on: 



Title: 

Perfect score 
Sequence : 



January 25, 2005, 11:45:17 ; Search time 40 Seconds 

(without alignments) 
512.307 Million cell updates/sec 

US-09-827-271-392 
1574 

1 HAS AHAS GRQRQLH S AS TQ I SSFFAISWALLPLSPYLMLK 309 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 



Searched 



478139 seqs, 66318000 residues 



478139 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : Issued_Patents_AA: * 

1 : /cgn2_6/ptodata/l/iaa/5A_COMB .pep : * 

2 : /cgn2__6/ptodata/l/iaa/5B_COMB.pep: * 

3 : /cgn2_6/ptodata/l/iaa/6A_COMB.pep: * 

4 : /cgn2_6/ptodata/l/iaa/6B_COMB.pep: * 

5 : /cgn2_6/ptodata/l/iaa/PCTUS_COMB.pep: * 

6 : /cgn2_6/ptodata/l/iaa/backf ilesl .pep : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 



1 


1574 


100 


.0 


309 


4 


US 


-09- 


404 


-879A-392 


Sequence 


3 92, App 


2 


1574 


100 


. 0 


309 


4 


US 


-09- 


667 


-857-392 


Sequence 


3 92, App 


3 


1431 


90 


.9 


282 


4 


US 


-09- 


404 


-879A-393 


Sequence 


393, App 


4 


1431 


90 


.9 


282 


4 


US 


-09- 


667 


-857-393 


Sequence 


3 93, App 


5 


348 


22 


. 1 


65 


4 


us 


-09- 


667 


-857-415 


Sequence 


415, App 


6 


247 


15 


.7 


316 


4 


us 


-09- 


910 


-174B-24 


Sequence 


24, Appl 


7 


247 


15 


.7 


316 


4 


us 


-09- 


620 


-461-24 


Sequence 


24, Appl 


8 


246 


15 


.6 


441 


4 


us 


-09- 


651 


-200-4 


Sequence 


4, Appli 


9 


246 


15 


.6 


534 


4 


us 


-09- 


651 


-200-6 


Sequence 


6, Appli 


10 


246 


15 


.6 


534 


4 


us 


-09- 


651 


-200-24 


Sequence 


24, Appl 


11 


245 


15 


.6 


340 


4 


us 


-09- 


651 


-200-2 


Sequence 


2, Appli 



1 9 

X Z 


9 7 fl R 


1 R 

X ZJ 


9 

* Z 


7 1 R 
J x «j 


4 


TTC 
VJ o 


-09 

v/ y 


-910 
y x vj 


- 1 74R-9 R 

1 / ID Z O 




9 r 

Z O / 


AppX 


1 7 

X J 


9 7 ft R 

Z J o . *J 


1 R 

X _3 


9 

* Z 


7 1 R 

«J x 


4 


TTC 


- 0Q 
\j y 


-690 

O Z VJ 


-461 -9R 

*x O X Z O 




9 fl 
z 0 , 


Inn 1 


1 4 


9 9 7 
z ^ o 


1 4 

X rx 


9 

■ z 


R1 7 

J X J 


4 


u o 


- 09 
v y 


-910 
y x vj 


- 1 74R- 1 fl 

X / *± O X o 




1 fl 
xo , 


AppX 


1 R 


9 9 7 

z ^ J 


1 4 
x*± 


* z 


R1 7 
J x o 


** 




-09 
\j y 


- 69 0 

D Z VJ 


-461 - 1 R 

*± O X X o 


C ^/*n ion 
OCvjuCllWC 


1 fl 
xo , 


Appx 


1 6 
X D 


917 R 

z X / . 2j 


1 7 

X J 


■ o 


R4 0 


9 
z 




-OR 


-794 

/ Z ft 


- 7 94 A- A 

J 27*li-i *t 




4 


Hppj. X 


1 7 

X / 


91 R R 

Z X J • 


1 7 
x o 


7 


771 

/ J X 


4 




-09 

v y 


-910 

J X VJ 


_ 1 74T7- 1 R 

X /I O X J 


OCL[UCllL.C 


1 R 

XD , 


Ann 1 


1 R 
X o 


91 R R 

Z X J • 


1 7 
X o 


7 


771 

/ J X 


4 


TT^ 


-09 
u y 


-69 0 

D Z \J 


-461 -1 R 

*± D X X «3 


OCV|UCIlV^C 


1 R 


/\ppx 


1 9 

X y 


917 R 

Z X J . J 


1 7 

X J 




RP4 


4 


TTC2 


-09 

\J y 


-910 

27 X VJ 


- 1 74"R- 1 6 

X / ft a X D 




1 6 
xo , 


AppX 


90 
z w 


917 R 

Z X J • -J 


1 7 

X J 


• o 


Rft4 


4 


TTO 
u o 


-09 
\j y 


-690 

O Z VJ 


-461 - 1 6 

*± O X X o 


Qp/n mnpp 
octjucnuc 


1 6 
xo , 


AppX 


91 

Z X 


919 R 


1 7 

X J 


R 


61 0 

O X V 


9 
z 


TTC? 


-OR 


-794 

/ Z T± 


- 7 94 A- R 
J y±r\ o 


Qan'l lpriPP 
OCv^UCIluC 


R 


2inT^ 1 i 
"JJ JJ -L -l- 


z z 


911 R 

Z X X • J 


1 7 

X J 


4 


R9 6 

-J Z O 


4 


ttc; 


-09 


-910 

_/ x u 


- 1 74"R- 9 
X / t o ^ 


C i on a 

tJCLJUCilLC 


q 


H^pi X 


97 
z j 


911 R 

Z X X • J 


1 7 

X J 


4 


R9 6 

._> Z O 


4 


ttc: 


-09 
vj y 


-690 

O Z VJ 


-461 - 9 
■x o x y 


C Am i or*i f a 


Q 
* 1 


A -r^T^ 1 "i 


Z ft 


911 R 

Z X X . D 


1 7 
X o 


. ft 


RP Q 

D O 2? 


9 
z 


ttc; 


-OP 
VJ o 


-794 

/ Z ft 


- 7 94 A - 1 
j y*±r± x 


C a rx'X 1 pn pp 
OCV^UCIILC 


T 

X 1 


A T*\T^ 1 ~i 

i-vppX X 


9 R 

Z O 


9 0 7 R 

Z U / . D 


1 7 
X o 


9 

. z 


71 9 
J x ^ 


4 

fx 


ttc; 


-09 

VJ ^ 


-910 

27 X VJ 


- 1 74"R- 1 9 

X / *± O X z 


OCljUCllLC 


1 9 
xz , 


A T^'pj 1 

Appx 


96 
z o 


9 0 7 R 
Z U / . D 


1 7 

X «2» 


9 
* z 


71 Q 

J X 27 


4 
fx 


ttc; 


-09 

VJ 27 


-69 0 
o Z VJ 


-461 -19 

ft D X X Z 


C A /T1 1 ATI O A 


1 9 
XZ , 


AppX 


9 7 
Z / 


9 0 7 R 
Z U / . D 


1 7 

X J 


o 
. z 


74 9 

j ft z 


9 
z 


ttc; 


-OP 
VJ O 


-794 
/ z ft 


- 7 94 A- 6 

J 27fiM. D 


C A (Tl lpnop 




7\nn 1 "1 

i-v.upx X 


9 P 
z o 


9 07 R 
Z U / . D 


1 7 

X J 


9 
• z 


7 R 7 


4 

fx 


ttc; 


-09 

VJ 27 


-910 

27 X VJ 


- 1 74T7- 1 4 

X / ft 13 Xft 


C A m 1 ATI C* A 

OC4UCHLC 


1 4 

Xfl , 


AppX 


9 9 
Z 2? 


9 07 R 
Z U / . D 


1 7 
X J 


9 
. Z 


7 R 7 


4 
ft 


TTQ 


-09 
U y 


- 69 O 
D Z VJ 


-461 - 1 4 
ft D X Xft 


Q A (T1 1 ATI ^ A 


1 A 


A T^T*\ 1 

AppX 


7 n 


9 04. 
z vj *± 


1 7 
X o 


. vj 


9 90 

Z -7 V 


4 


ttc; 


-09 

VJ 27 


-910 
27 X VJ 


- 1 74T7- 1 9 

X / fx O X 27 


Q c» <ti 1 c» n <"■* a 
OCV^UCilVvC 


1 9 

X27 , 


Ann 1 
AppX 


7 1 
o X 


9 HA 
Z VJ fx 


1 7 


n 
. u 


9 Q O 
Z 27 U 


A 
fx 


TTQ 
Uo 


- O 9 
VJ 27 


- 69 O 

- D Z U 


-4 61 - 1 9 
fx D X X 27 




1 9 


AppX 


79 
,5 z 


9 04 
Z VJ ft 


1 7 

X J 


■ u 


7 R 0 

J 3 U 


4 


ttc; 


-09 

VJ 2/ 


- 6 R1 


- 9 0 0 - 9 R 

Z VJ VJ Z 23 


Q 0 m 1 ATt f A 


9 R 
ZD , 


A r\n 1 

AppX 




9 04 

Z VJfx 


1 7 


o 

. vj 


7 R0 


4 


ttc; 


-09 

VJ 27 


-910 
y x vj 


- 1 7417- 1 7 

X / *± D X / 


c 0 m 1 ph p p 


1 7 


A nn 1 
Appx 


J ft 


9 04 
z u fr 


1 7 
x ~> 




7 R0 

J 3 U 


4 


ttc; 


-09 

VJ 27 


-690 

O Z VJ 


-461 -1 7 
ft O X X / 


Q Am i An r* a 


1 7 


Ann 1 
AppX 


7 R 


1 QQ R 
X 2? 27 . D 


1 9 
xz 


7 


9 Qn 

Z 27 u 


4 


ttc; 
uo 


-09 
VJ 27 


-910 

27 X VJ 


- 1 74R- 7 9 


Q (Tl i ATI f A 
OCVjUCllL c 


79 
JZ , 


Ann 1 
AppX 


7 6 


1 96 
X 27 O 


1 9 
XZ 


c 
. D 


9 96 
Z 27 O 


4 
ft 


TTQ 
uo 


-09 

VJ 27 


-667 
DO/ 


- 1 7 R - 7 6 


C a m lPTipp 


7 6 
J O t 


Arm 1 
AppX 




1 Q7 
X 27 J 


1 9 
XZ 




R9 7 
DZ / 


4 

ft 


UO 


-09 
U 27 


-910 
27 X VJ 


- 1 74T7- 1 0 


C a m lenpp 
OCVjUCllLC 


1 0 
XU , 


Ann 1 
AppX 


J O 




XZ 


. J 


COT 
DZ / 


ft 


TTC 
Uo 


U 27 


-69 0 
O Z U 


-A 61 - 1 0 
- fx O x - X VJ 


C a /*ri 1 on pp 

ocquencc 


1 O 
XU , 


A n y*\ 1 
AppX 


"5 Q 


1 QO 

xy z 


1 9 
XZ 


9 


7 9 Q 
j Z y 


ft 


TTC 
Uo 


-09 
U 27 


- 6 R 1 
O D X 


- 9 O O - 1 P 

- Z u u — X 0 


C am 1 on po 
OCVjUCllUC 


1 p 
xo , 


A nn 1 

AppX 


40 


192 


12 


.2 


329 


4 


US 


-09 


-303 


-040-6 


Sequence 


6, 


Appli 


41 


188.5 


12 


.0 


290 


4 


us 


-09 


-910 


-174B-8 


Sequence 


8, 


Appli 


42 


188.5 


12 


.0 


290 


4 


us 


-09 


-620 


-461-8 


Sequence 


8, 


Appli 


43 


186 


11 


.8 


529 


4 


us 


-09 


-910 


-174B-13 


Sequence 


13, 


Appl 


44 


186 


11 


. 8 


529 


4 


us 


-09 


-620 


-461-13 


Sequence 


13, 


Appl 


45 


186 


11 


. 8 


581 


2 


us 


-08 


-724 


-394A-2 


Sequence 


2, 


Appli 



GenCore version 5.1.6 
Copyright (c) 1993 - 2005 Compugen Ltd. 



OM protein - protein search, using sw model 
Run on: 



Title: 

Perfect score 
Sequence : 

Scoring table 



Searched 



January 25, 2005, 11:54:35 ; Search time 145 Seconds 

(without alignments) 
769.920 Million cell updates/sec 

US-09-827-271-392 
1574 

1 HAS AHASGRQRQLHS AS TQ I SSFFAISWALLPLSPYLMLK 30 9 

BLOSUM62 

Gapop 10.0 , Gapext 0.5 



1608061 seqs, 361289386 residues 



Total number of hits satisfying chosen parameters 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



1608061 



Post -processing 



Database : 



Minimum Match 0% 
Maximum Match 100% 
Listing first 45 summaries 

Published_Applications_AA: * 

1 : /cgn2_6/ptodata/l/pubpaa/US07_PUBCOMB . pep : * 

2 : /cgn2_6/ptodata/l/pubpaa/PCT_NEW_PUB.pep: * 

3 : /cgn2_6/ptodata/l/pubpaa/US06_NEW_PUB . pep : * 

4 : /cgn2_6/ptodata/l/pubpaa/US06_PUBCOMB.pep:* 

5 : /cgn2_6/ptodata/l/pubpaa/US07_NEW_PUB . pep : * 

6 : /cgn2_6/ptodata/l/pubpaa/PCTUS_PUBCOMB.pep: 

7 : /cgn2_6/ptodata/l/pubpaa/US08_NEW_PUB . pep : * 

8 : /cgn2_6/ptodata/l/pubpaa/US08_PUBCOMB.pep: * 

9 : /cgn2_6/ptodata/l/pubpaa/US09A_PUBCOMB.pep: 
10 : /cgn2_6/ptodata/l/pubpaa/US09B_PUBCOMB .pep 
11 : /cgn2_6/ptodata/l/pubpaa/US09C_PUBCOMB .pep 
12 : /cgn2_6/ptodata/l/pubpaa/US09_NEW_PUB.pep: 
13 : /cgn2_6/ptodata/l/pubpaa/US10A_PUBCOMB .pep 
14 : /cgn2_6/ptodata/l/pubpaa/US10B_PUBCOMB.pep 
15 : /cgn2_6/ptodata/l/pubpaa/US10C_PUBCOMB.pep 
16 : /cgn2_6/ptodata/l/pubpaa/US10D_PUBCOMB .pep 
17 : /cgn2_6/ptodata/l/pubpaa/US10_NEW_PUB.pep: 
18 : /cgn2_6/ptodata/l/pubpaa/USll_NEW_PUB.pep: 
19 : /cgn2_6/ptodata/ l/pubpaa/US60_NEW_PUB . pep : 
2 0 : /cgn2_6/ptodata/l/pubpaa/US60_PUBCOMB.pep : 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result Query- 
No. Score Match Length DB ID 



Description 
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uo-xuuxu /ftzzuy 


DcquciiLc zuy, ^pp 


/ 


1 R 7 A 
X D / 4 


inn 
x u u 


A 
. U 


*3 AO 

j u y 


1 A 
Xfl 


TTC TA lOQ-n^l-^QO 

uoxuxyoujj -jyz 


bcquence ^yz, /\pp 


p 
O 


1 R7A 
X D / ft 


inn 
x u u 


A 
. U 


3AQ 

j w y 


1 ^ 
X 0 


TTC -1 n-714-3fiQ-9nQ 

uoxu /xffc joyzu^ 


C O /*T1 lOTIPfl 7nQ A t~\ y~\ 

0 c <4u.tr 11 L-tr z u y f Mpp 


Q 

y 


1 tr 7 A 
X D / ft 


inn 
x u u 


A 
. V 


"3 n q 
j u y 


X 0 


TTC-1 fl_71 7-9Q^-9nQ 
U O X U / X / ~z^o zu^ 


occ^Liciiuc z u y , Mpp 


i n 


1 A "3 1 
Xft J X 


o n 
y u 


Q 

. y 


z 0 z 


Q 

y 


Ub"U J" / / 0 J z u z u 0 


iDcquciicc zuO/ i\pp 


1 1 
J. X 


1 A 7 1 
X4 O X 


o n 


. y 


Z OZ 


Q 

y 


uo uy-ODu~x / 0 j j 


C a /*tti i a n /~« a 7 "3 A T\n 1 


1 7 


1 A 7 1 
X4 3 X 


q n 
y u 


. y 


O Q O 
Z OZ 


y 


TTC-.nQ Q77 f|CC_Q 


ocqucncc o, /\ppxx 


1 7 


1 A 7 1 
Xffc J X 


q n 
y u 


Q 

. y 


7 Q7 
Z O Z 


y 


TTC - nQ-QPQ-7'50-9Q1 

uouyyoy /zz~z^x 


ocqucncc Ay±, M.pp 


1 A 
Xft 


1 A 1 1 
Xft J X 


q n 
y u 


Q 

. y 


Z OZ 


Q 

y 


TTC - nQ-QPQ_703.7Q1 

uouyyoy /zj-z^x 


QfiAllOTIPfl 7Q1 A T^T~\ 

ocquciKJc z y x / 


1 c 
Id 


1401 
Xft j X 


q n 
y u 


. y 


Z OZ 


y 


TTC -,nQ-.QPQ-77Q-7Q1 

uo~uyyoy~z /yzyx 


ocqucncc zyx, -^PP 


lb 


1 A "3 1 

X4 3 X 


q n 
y u 


. y 


O Q O 
Z O Z 


y 


TTC _ n Q - Q P Q - 7 7 7 _ 7 Q 1 

Uouyyoy- /z /-zyx 


C a m i a n /*^ a 7 Q 1 A Y"\"r*\ 
ocqUciltc Z^X, ^PP 


1 / 


I/ill 
X4 3 X 


q n 

y u 


. y 


O Q O 
Z OZ 


y 


TTC nQ Qin CQQ-OflQ 

ub-uy-yxu-ooy-zuo 


ocqucncc zuo, ^PP 


1 Q 
1 O 


1 A "3 1 

X4 3 X 


o n 

y u 


. y 


Z oZ 


y 


TTC _ n Q - Q R Q _ 7 *3 1 _7Q1 

uouyyoy- /jxzyx 


Co/^Tnon/~*o 7Q1 A r\r\ 

ocquencc zy± f M.pp 


"1 Q 

xy 


1 /in 
14 3 X 


q n 

y u 


. y 


7 Q 7 

Z oZ 


y 


TTC_nQ_PPA_AA1 .'JQ'l 

uouyooft-ftftxjyo 


C ci m 1 qtipg 3 Q3 A y-\-r~\ 
bCiJUcIlCc -3^7-3, /-ipp 


o a 
z U 


1 /i 0 1 
X4 3 X 


q a 

y u 


. y 


O Q 7 
Z oZ 


y 


TTC AQ QPQ 7"37-7Q1 

Uo-uy-yoy- /jz-zyx 


Conn ar> r<a 7Q1 A t*\t^\ 

ocqucncc zyx, ^PP 


Z 1 


1 ii 0 1 
X4 3 X 


q a 

y u 


. y 


Z OZ 


y 


TTC AO QQ1 n7*3_7Q1 

ut>-uy-yyx-u / j- zyx 


O a m idtipq 7Q1 A nri 

oequcncc zyx, -^pp 


o o 
ZZ 


1 /ill 

143 1 


o a 

y u 


. y 


O Q O 
Z OZ 


y 


TTC AO QQn AA7 7Q1 

uo~uy-yyu-44z -zyx 


bequence zyx, -^PP 


2 3 


1 /I T 1 

143 1 


Q A 

y u 


. y 


O Q O 
Z OZ 


y 


TTC AQ QQ1 1 CI 7Q1 

Uo-uy-yyx-xoo -zyx 


bequcncc zyx, ^PP 


Z4 


T A O T 
1431 


q a 

y u 


. y 


O Q O 
Z OZ 


y 


TTC nQ Q Q *3 

ub-uy-yyo-bu4-zyx 


Sequence zyx, ^pp 


2 5 


1/1^1 

14 3 1 


y 0 


. y 


Z OZ 


y 


TTO AO OQA ACC OQ1 

Uo-uy-yyu-4ob-zyi 


ocquence zyx, «pp 


2 6 


1/111 
14 3 1 


0 a 

y 0 


. y 


Z OZ 


y 


TTC nQ QQQ 771 7QT 

Uo-uy-yuy- /zx-zyx 


ocquence zyx, -"-PP 


27 


1 < n 1 
1431 


90 


. y 


Z OZ 


y 


TTC? A Q QQO CQO OQI 

ub~uy-yyz-Dyo-zyx 


ocquence zyx, -^pp 


2 8 


1 >i 0 *i 
143 1 


90 


. 9 


0 0 n 
z oZ 


y 


TTC? A O Q Q C. TOO O 

ub -uy-yyb- /3o-z 


becjuence z, Appxx 


2 9 


"1 vl "5 "1 

143 1 


90 


. 9 


Z OZ 


y 


TTC? A Q Q1 C *7 Q O A C 

ub-uy-yxb- /oyA-o 


becjuence d, Appxx 


30 


1431 


A A 

90 


. 9 


2 oz 


9 


TTC AQ AOO OQOA OQT 

ub-oy-yoy-zy3A-zyi 


bequence zyx, -^pp 


3 1 


"1 /I O T 

1431 


A A 

90 


. y 


Z OZ 


Q 

y 


TTC AQ QQQ 71C 7QT 

ub-uy-yoy- /3o-zyx 


bequence zyx, "-PP 


32 


1 J o 1 

1431 


A A 

. 90 


. 9 


n 0 0 
Z OZ 


y 


TTC AQ QQA AAA TQ1 
Ub-Uy-yyU-444-ZyX 


bequence zyx, «pp 


33 


1431 


90 


. y 


n 0 0 
Z OZ 


y 


TTC AQ QQ1 1 OI TQ1 

Ub-uy-yyi-iox-zyx 


bequence zyx, "PP 


34 


1 /I "5 T 

1431 


y 0 


. y 


Z OZ 


y 


TTC AQ QQQ 7 "3 C\ 7Q1 

ub-uy-yoy- /3u-zyx 


bequence zyx, ^ypp 


3 5 


1 yt O 1 

14 3 1 


Q A 

y u 


. y 


O Q O 

Z oz 


y 


TTO n Q — Q Q n — A *3 £ - 7 Q 1 

ub-uy-yyu-4ob~zyx 


Comionna 7Q1 A ttt^ 

bequence z^x, >\pp 


J 6 


14 3 1 


O A 

y u 


. y 


O Q O 

Z oz 


y 


TTC nQ QQ1 CQ7 7Q1 

ub-uy-*yy3 - bo / -zyx 


oequence z^x, i\pp 


37 


1431 


90 


. 9 


282 


10 


US-09-989-734-291 


Sequence 2 91, App 


38 


1431 


90 


. 9 


282 


10 


US-09-997-653-291 


Sequence 2 91, App 


39 


1431 


90 


.9 


282 


10 


US-09-989-724-291 


Sequence 291, App 


40 


1431 


90 


.9 


282 


10 


US-09-989-728-291 


Sequence 2 91, App 


41 


1431 


90 


.9 


282 


10 


US-09-990-441-291 


Sequence 2 91, App 


42 


1431 


90 


.9 


282 


10 


US-09-993-667-291 


Sequence 2 91, App 


43 


1431 


90 


.9 


282 


10 


US-09-997-428-291 


Sequence 2 91, App 


44 


1431 


90 


.9 


282 


10 


US-09-997-666-291 


Sequence 2 91, App 


45 


1431 


90 


. 9 


282 


10 


US-09-990-438-291 


Sequence 2 91, App 



GenCore version 5.1.6 
Copyright (c) 1993 - 2005 Compugen Ltd. 



OM protein - nucleic search, using f rame_plus_p2n model 

Run on: January 27, 2005, 18:59:23 ; Search time 107 Seconds 

(without alignments) 
2052.652 Million cell updates/sec 



Title: 

Perfect score 
Sequence : 



US-09-827-271-392 
1574 

1 HAS AHASGRQRQLHS AS TQ I SSFFAISWALLPLSPYLMLK 309 



Scoring table: BLOSUM62 

Xgapop 10.0 , Xgapext 0.5 

Ygapop 10.0 , Ygapext 0 . 5 

Fgapop 6.0 , Fgapext 7 . 0 

Delop 6.0 , Delext 7.0 



Searched: 



824507 seqs, 355394441 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



1649014 



Command line parameters: 
-MODEL=f rame+_p2n . model -DEV=xlh 

Q=/cgn2_l/USPTO_spool_h/US09827271/runat__25012 005_101615_10354/app_query.fasta € 
.455 

-DB=Issued_Patents_NA -QFMT=fastap -SUFFIX=rni -MINMATCH=0 . 1 -LOOPCL=0 
-LOOPEXT=0 -UNITS=bits -START=1 -END=-1 -MATRIX=blosum62 - TRANS = human 40 . cdi 
-LIST=45 -DOCALIGN=2 00 -THR_SCORE=pct -THR__MAX=10 0 -THR_MIN=0 -ALIGN=15 
- MODE = LOCAL -OUTFMT=pto -NORM=ext -HEAPSIZE=500 -MINLEN=0 -MAXLEN=2 0000000 00 
- US ER=US 0982727 1_@CGN_1_1_6 9_@runa t_2 5 0 1 2 0 0 5_1 0 1 6 1 5_1 0 3 5 4 - NCPU= 6 - 1 C PU= 3 
-NO_MMAP -LARGEQUERY -NEG_SCORES=0 -WAIT -DSPBLOCK=100 -LONGLOG 

-DEV_TIMEOUT=12 0 - W ARN_T I M E OUT =30 - THREADS =1 -XGAPOP=10 -XGAPEXT=0.5 -FGAPOP=6 
-FGAPEXT =7 -YGAPOP=10 -YGAPEXT=0.5 -DELOP=6 -DELEXT=7 



Database : Issued_Patents_NA: * 

1 : /cgn2_6/ptodata/l/ina/5A_COMB . seq: * 

2 : /cgn2_6/ptodata/l/ina/5B_COMB . seq: * 

3 : /cgn2_6/ptodata/l/ina/6A_COMB . seq: * 

4 : /cgn2_6/ptodata/l/ina/6B_COMB . seq: * 

5 : /cgn2_6/ptodata/l/ina/PCTUS_COMB . seq : * 

6 : /cgn2_6/ptodata/l/ina/backf ilesl . seq: * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 



1 


1574 


100 


.0 


2627 


4 


US- 


09- 


404 


-879A-391 


Sequence 


391, App 


2 


1574 


100 


.0 


2627 


4 


us- 


09- 


667 


-857-391 


Sequence 


391, App 


3 


1379 


87 


.6 


1046 


4 


US- 


09- 


799 


-451-332 


Sequence 


332, App 


4 


246 


15 


.6 


1323 


4 


US - 


09- 


651 


-200-9 


Sequence 


9, Appli 


5 


246 


15 


.6 


1602 


4 


us- 


09- 


651 


-200-11 


Sequence 


11, Appl 


6 


246 


15 


.6 


2229 


4 


us- 


09- 


651 


-200-5 


Sequence 


5, Appli 


7 


246 


15 


.6 


2691 


4 


us- 


09- 


651 


-200-1 


Sequence 


1, Appli 


8 


246 


15 


.6 


2885 


4 


us- 


09- 


651 


-200-3 


Sequence 


3, Appli 


9 


246 


15 


.6 


3063 


4 


us- 


09- 


620 


-312D-844 


Sequence 


844, App 


10 


245 


15 


.6 


1020 


4 


us- 


09- 


651 


-200-7 


Sequence 


7, Appli 


11 


243 


15 


.4 


951 


4 


us- 


09- 


910 


-174B-23 


Sequence 


23, Appl 


12 


243 


15 


.4 


951 


4 


us- 


09- 


620 


-461-23 


Sequence 


23, Appl 


13 


238.5 


15 


.2 


948 


4 


us- 


09- 


910 


-174B-27 


Sequence 


27, Appl 


14 


238.5 


15 


.2 


948 


4 


us- 


09- 


620 


-461-27 


Sequence 


27, Appl 


15 


223 


14 


.2 


3416 


2 


us- 


08- 


724 


-394A-15 


Sequence 


15, Appl 


16 


213 .5 


13 


.6 


2926 


2 


us- 


08- 


724 


-394A-13 


Sequence 


13, Appl 


17 


213 .5 


13 


.6 


2970 


4 


us- 


09- 


566 


-921-105 


Sequence 


105, App 


18 


209 


13 


.3 


1645 


2 


us- 


08- 


724 


-394A-14 


Sequence 


14, Appl 


19 


199.5 


12 


.7 


1080 


4 


us- 


09- 


303 


-04 0-5 


Sequence 


5, Appli 


20 


193 


12 


.3 


2882 


2 


us- 


08- 


724 


-394A-12 


Sequence 


12 , Appl 


21 


188.5 


12 


. 0 


873 


4 


us- 


09- 


910 


-174B-22 


Sequence 


22, Appl 


22 


188 .5 


12 


.0 


873 


4 


us- 


09- 


620 


-461-22 


Sequence 


22, Appl 


23 


183 


11 


.6 


3502 


2 


us- 


08- 


724 


-394A-16 


Sequence 


16, Appl 


24 


163 .5 


10 


.4 


900 


4 


us- 


09- 


495 


-052-61 


Sequence 


61, Appl 


25 


160 


10 


.2 


3479 


4 


us- 


10- 


140 


-002-123 


Sequence 


123, App 


26 


158 


10 


.0 


1163 


3 


us- 


08- 


479 


-744A-22 


Sequence 


22, Appl 


27 


158 


10 


.0 


1163 


3 


us- 


08- 


280 


-757B-22 


Sequence 


22, Appl 


28 


158 


10 


.0 


1163 


4 


us- 


09- 


425 


-762-22 


Sequence 


22, Appl 


29 


157 .5 


10 


.0 


1151 


2 


us- 


08- 


456 


-104-3 


Sequence 


3, Appli 


30 


157 .5 


10 


. 0 


1151 


3 


us- 


08- 


205 


-697A-20 


Sequence 


20, Appl 


31 


157 .5 


10 


. 0 


1151 


3 


us- 


08- 


702 


-525-20 


Sequence 


20, Appl 


32 


157 .5 


10 


. 0 


1151 


4 


us- 


09- 


837 


-867A-20 


Sequence 


20, Appl 


33 


157 .5 


10 


. 0 


1151 


4 


us- 


09- 


206 


-132-3 


Sequence 


3, Appli 


34 


157 .5 


10 


.0 


1151 


5 


PCT 


'-US95- 


02576-20 


Sequence 


20, Appl 


35 


157 .5 


10 


. 0 


1183 


4 


us- 


09- 


441 


-411-23 


Sequence 


23, Appl 


36 


157 .5 


10 


.0 


1261 


3 


us- 


08- 


205 


-697A-12 


Sequence 


12 , Appl 


37 


157 .5 


10 


.0 


1261 


3 


us- 


08- 


702 


-525-12 


Sequence 


12 , Appl 


38 


" 157.5 


10 


.0 


1261 


4 


us- 


09- 


837 


-867A-12 


Sequence 


12 , Appl 


39 


157 .5 


10 


. 0 


1261 


5 


PCT 


'-US95- 


02576-12 


Sequence 


12 , Appl 


40 


154 


9 


.8 


1424 


3 


us- 


09- 


326 


-186B-226 


Sequence 


22 6, App 


41 


154 


9 


.8 


1424 


4 


us- 


09- 


441 


-411-21 


Sequence 


21, Appl 


42 


154 


9 


.8 


1428 


5 


PCT 


'-US94- 


09642-1 


Sequence 


1, Appli 


43 


149.5 


9 


.5 


1161 


3 


us- 


08- 


205 


-697A-24 


Sequence 


24, Appl 


44 


149.5 


9 


.5 


1161 


3 


us- 


08- 


702 


-525-24 


Sequence 


24, Appl 


45 


149.5 


9 


.5 


1161 


4 


us- 


09- 


837 


-867A-24 


Sequence 


24, Appl 



GenCore version 5.1.6 
Copyright (c) 1993 - 2005 Compugen Ltd. 



OM protein - nucleic search, using f rame_j?lus_j?2n model 



Run on : 



January 27, 2005, 21:14:25 



/ Search time 624 Seconds 

(without alignments) 

2845.320 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 



US-09-827-271-392 
1574 

1 HASAHASGRQRQLHSASTQI 



S S FFAI S WALLPLS P YLMLK 3 09 



Scoring table: 



BLOSUM62 



Xgapop 10.0 
Ygapop 10.0 
Fgapop 6 . 0 
Delop 6.0 



Xgapext 
Ygapext 
Fgapext 
Delext 



0.5 
0.5 
7.0 
7.0 



Searched: 



4300275 seqs, 2872944193 residues 



Total number of hits satisfying chosen parameters: 



8600550 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Command line parameters: 

- MODEL = f r ame +_p 2 n . mode 1 - DEV=x 1 h 

Q=/cgn2__l/USPTO_spool_h/US09827271/runat_2 5012005_101618_10496/app_query.fasta_l 
.455 

-DB=Published_Applications_NA -QFMT=fastap -SUFFIX=rnpb -MINMATCH=0 . 1 
-LOOPCL=0 -LOOPEXT=0 -UNITS=bits -START=1 -END=-1 -MATRIX=blosum62 
- TRANS =human40 . cdi -LIST=45 -DOCALIGN=2 00 -THR_SCORE=pct -THR_MAX=100 
-THR_MIN=0 -ALIGN=15 -MODE=LOCAL -0UTFMT=pto -NORM=ext -HEAPSIZE=500 -MINLEN=0 
-MAXLEN=2000000000 -USER=US0 982727 l_@CGN_l_l_480_@runat_25012 005_101618_104 96 
-NCPU=6 -ICPU=3 -NO_MMAP -LARGEQUERY -NEG_SCORES=0 -WAIT -DSPBLOCK=100 
-LONGLOG -DEV_TIMEOUT=12 0 -WARN_TIMEOUT=3 0 - THREADS =1 -XGAPOP=10 -XGAPEXT=0 . 5 
-FGAP0P=6 -FGAPEXT=7 -YGAPOP=10 -YGAPEXT=0.5 -DEL0P=6 -DELEXT=7 



Database 



1 : /cgn2_6/ptodata/l/pubpna/US07_PUBCOMB. seq:* 

2 : /cgn2_6/ptodata/l/pubpna/PCT_NEW_PUB.seq:* 

3 : /cgn2_6/ptodata/l/pubpna/US06_NEW_PUB.seq:* 

4 : /cgn2_6/ptodata/l/pubpna/US06_PUBCOMB.seq: * 

5 : /cgn2_6/ptodata/l/pubpna/US07_NEW_PUB . seq : * 

6 : /cgn2_6/ptodata/l/pubpna/PCTUS_PUBCOMB. seq: * 

7 : /cgn2_6/ptodata/l/pubpna/US08_NEW_PUB . seq: * 

8 : /cgn2_6/ptodata/ l/pubpna/US08_PUBCOMB . seq : * 

9 : /cgn2_6/ptodata/l/pubpna/US09A_PUBCOMB. seq: * 
10 : /cgn2_6/ptodata/l/pubpna/US09B__PUBCOMB . seq : 



Published_Applications_NA: * 



11 


/cqn2 


12 


/ccrn2 


13 


/cqn2 


14 


/cqn2 


15 


/cgn2 


16 


/cgn2 


17 


/cgn2 


18 


/cgn2 


19 


/cgn2 


20 


/cgn2 


21 


/cgn2 



6/ptodata/l/pubpna/US09C_PUBCOMB 
6/ptodata/l/pubpna/US09_NEW_PUB 
6/ptodata/l/pubpna/US10A_PUBCOMB 
6/ptodata/l/pubpna/US10B_PUBCOMB 
6/ptodata/l/ pubpna / US 1 0 C_PUB COMB 
6/ptodata/l /pubpna / US 1 0 D_PUB COMB 
6/ptodata/l /pubpna / US 1 0 E_PUB COMB 
6/ptodata/l/pubpna/US10_NEW_PUB. 
6/ptodata/l/pubpna/USll_NEW_PUB . 
6/ptodata/l/pubpna/US60_NEW_PUB . 
6 /p todat a/ 1 /pubpna/US 6 0_PUBCOMB . 



seq: 
seq: * 
seq: 
seq: 
seq: 
seq: 
seq: 
seq: * 
seq: * 
seq: * 
seq: * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 
No. 



Score 



% 

Query 

Match Length DB 



ID 



Description 



i 

-L 


1 R74 

J. Zj 1 *± 


inn 


n 


Z D Z 1 


Q 


TTC _nQ-77fl-^9n-9n7 
UO VJ 27 I/O J Z U / 


Sequence 2 07, 


App 


o 


1 R74 


inn 

-L U U 




Z O Z 1 


Q 


TTC _ n Q _ q 1 n-6ftQ-9n7 


Sequence 2 07, 


App 


-3 


X D / ft 


inn 


. u 


9 69 7 
Z O Z / 


q 


UO U5 OOi -ftftX - «3:7X 


Sequence 3 91, 


App 


A 
ft 


X O / *± 


i nn 




9 69 7 
Z O Z / 


i n 

J. u 


TTC _nQ-Qn7-Q6Q-1Q1 


Sequence 391, 


App 


D 


X j / ft 


i nn 




9 69 7 
Z D Z / 


i n 

J. u 


TTC~nQ-Q97-971 -1Q1 


Sequence 3 91, 


App 


D 


1 C7/ 
X 3 / ft 


i nn 




9 69 7 
Z D Z / 




ttc-1 n - n i n~7A9-9n7 
uoxuuxu / ft z ~ z u / 


Sequence 2 07, 


App 


n 
/ 


X D / ft 


inn 

XUU 


. u 


z b Z / 


Id 


TTC in 1 Qfl ftci 1Q1 


Sequence 3 91, 


App 


p 
o 


J. D / ft 


i nn 
x u u 
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9 
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10 


US-09-814-353-19262 


Sequence 19262, A 
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Sequence 2 90, 
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.7 
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9 
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Sequence 2 90, 
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.7 


165 8 


9 
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Sequence 290, 
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.7 
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9 
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Sequence 290, 


App 
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.7 
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9 
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Sequence 2 90, 


App 
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.7 
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9 
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Sequence 2 90, 


App 
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.7 
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9 
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Sequence 2 90, 


App 
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Sequence 290, 


App 
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Sequence 290, 


App 
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Sequence 290, 
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Sequence 290, 


App 
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Sequence 290, 
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Sequence 2 90, 
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Sequence 2 90, 
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Sequence 2 90, 
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Sequence 2 90, 


App 
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Sequence 2 90, 
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Sequence 290, 


App 
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Sequence 2 90, 


App 
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Sequence 2 90, 


App 
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Sequence 2 90, 


App 
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10 


US-09-997-653-290 


Sequence 2 90, 


App 
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.7 
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10 
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Sequence 2 90, 


App 
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.7 
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10 
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Sequence 2 90, 


App 
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Sequence 2 90, 


App 
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290, 
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